In Italy, anthrax is considered an endemic disease and almost every year a few outbreaks occur. In this survey, 234 B. anthracis strains from animals (n=196), humans (n=3) and the environment (n=35) isolated during Italian outbreaks from 1972 to 2018 have been analyzed. Despite the great genetic homogeneity of this bacterium, the canonical single nucleotide polymorphisms assay (CanSNPs) and the multiple-locus variable-number tandem repeat analysis (MLVA) have resulted to be highly effective to differentiate strains. The phylogenetic identity was determined through the research of polymorphisms for CanSNPs, with a set of 14 SNPs, while a 31-loci MLVA assay was performed to determine B. anthracis genotypes. The analysis of 14 CanSNPs, allowed to identify four main lineages: A.Br.011/009, A.Br. 008/011 (respectively belonging to A.Br. 008/009 sub-lineage, also known Trans-Eurasian or TEA group), A.Br. 005/006 and B. Br. CNEVA. The lineage A major subgroup A.Br.011/009 represents the major genotype of B. anthracis in Italy. The MLVA with 31 VNTRs analysis, demonstrated 55 different genotypes circulating in Italy. Most of them were genetically very similar to each other, confirming the hypothesis that all of them are the result of the evolution of a local common ancestral strain, except for two genotypes belonging to the branch A.Br. 005/006 and B. Br. CNEVA respectively. The genotyping analysis with methods such as CanSNPs and MLVA, remains a very valuable tool for studying the diversity, evolution, and molecular epidemiology of B. anthracis.
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Discussion
In Italy, the population of B. anthracis is mainly divided into two sublineages A.Br.011/009, Definitively, the analysis of these hypervariable regions with methods such as MLVA, is a valuable
